Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.039; wR factor = 0.110; data-to-parameter ratio = 16.8.
Data collection
Bruker SMART APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.942, T max = 1.000
12521 measured reflections 3100 independent reflections 2608 reflections with I > 2(I) Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C10-C15 ring. 
D-HÁ
Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
ZA thanks the Ministry of Higher Education, Malaysia, for a research grant (RG027/09AFR). The authors are also grateful to the University of Malaya for support of the crystallographic facility. as the eluent. Recrystallization from its ethanol solution yield colorless prisms of (I) after few days.
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.95 to 0.98 Å) and were included in the refinement in the riding model approximation, with U iso (H) set to 1.2 to 1.5U equiv (C). The O-and N-bound H-atoms were located in a difference Fourier map, and were refined with distance restraints of O-H = 0.84±0.01 Å and N-H 0.86±0.01 Å, respectively; the U iso values were freely refined.
supplementary materials sup-2 Figures   Fig. 1 . The molecular structure of (I) showing displacement ellipsoids at the 50% probability level. 
Special details
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